3 6 2 3 6 3 6 8 1 Figure 2 . Genome structure of new viruses and identity plot. A schematic representation of the region of the genome sequenced for each new virus is shown above a pairwise identity plot. Open-reading frames (ORF) are represented by coloured arrow bars (blue, HaCV-A1; red, HaCV-A2; green, HaCV-A3). Conserved protein domains detected using the NCBI conserved domains search tool, are indicated by dark grey boxes (RdRp, RNA-dependent RNA polymerase; DUF840, lagovirus protein of unknown function). The likely cleavage fragments/peptides of the ORF 1 polyprotein, inferred from sequence homology with EBHSV and RHDV, are indicated by the light grey arrow bars (2C-like, 2C-like RNA helicase; VPg, genome-linked viral protein; 3C-like, 3C-like proteinase; RdRp, RNA-dependent RNA polymerase; VP60, major capsid protein). Amino acids flanking the likely cleavage sites in the polyprotein are indicated at the junction between the peptides using amino acid 1-letter identifiers. Note that a broken appearance at either end of the arrow bars indicates incomplete sequence for that ORF or peptide. The 3' untranslated regions (UTR) and polyA tails (A(n)) are indicated where sequence was obtained. Genome numbering at regular intervals is indicated above each schematic. Pairwise nucleotide identity (y-axis) according to genome position (x-axis) is plotted below the HaCV-A3 schematic. The plot was generated in the RDP4 program from an alignment trimmed to the length of HaCV-A3, using a sliding window of 30 nt. A clear cross-over between the blue line (identity between HaCV-A3 and HaCV-A1) and the red line (identity between HaCV-A3 and HaCV-A2) suggests that HaCV-A3 is a recombinant between parental viruses related to HaCV-A1 and HaCV-A2. The cross-over event occurs at the junction of the RdRp and capsid and is indicated by a black arrow.
